ABSTRACT Klebsiella pneumoniae is an important human pathogen due to the wide range of infections it can cause and its emerging drug resistance. Isolation and characterization of phage infecting K. pneumoniae could be important for future therapeutic applications. Here, we report the complete genome sequence of the T4-like Klebisella pneumoniae myophage Mineola.
no homologs in T4 but are conserved among other K. pneumoniae phages, like phage JD18. The Mineola UvsW-like DNA helicase is encoded by two genes; this is a conserved feature among T4-like phages, and the single-gene UvsW in the T4 genome record (GenBank accession number NC_000866) is likely due to a sequencing error (15) . All Mineola capsid and tail components have homologs in phase T4 except the putative distal subunit of the long tail fiber, which is 363 residues longer than its T4 gp37 counterpart and is more similar to the T5 L-shaped tail fiber (E value ϭ 4 Ϫ103 ). A homing endonuclease that shares homology with T4 SegB is embedded in a region containing several tRNAs, which is thought to facilitate spreading of tRNA genes among T4-like phages (16) .
Data availability. The genome sequence of phage Mineola was deposited under GenBank accession number MH333064. The associated BioProject, SRA, and BioSample accession numbers are PRJNA222858, SRR8788212, and SAMN11259693, respectively.
